In this study, the tail muscle microbiota of pacific white shrimp (Litopenaeus vannamei) sourced from five countries across Central and South America and Southeast Asia were determined and compared. The genomic DNA was sequenced at around 10× coverage for each geographical location and was assembled de novo for comparative analysis. The assembled sequences for all the lines were classified based on their similarity to the sequences in the public database. We found that there is high correlation among the microbiota of shrimp from disparate regions, as well as the presence of some DNA from bacteria known to cause food poisoning in humans. Sequencing data has been deposited at NCBI-SRA database and can be found under the BioProject ID PRJNA282154.
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Experimental design, materials and methods

Sample preparation
Frozen L. vannamei samples were purchased at the local grocery. Each bag had been packaged and imported from different countries: Indonesia, Vietnam, Thailand, Venezuela, and Honduras. Genomic DNA was isolated from 6 to 10 shrimp of each location and was sequenced separately. Tissue was sampled after peeling the shell and dissecting the tail muscle from the shrimp. DNeasy Blood and Tissue Kit (Qiagen, Hilden, Germany) was used for genomic DNA isolation. Single-end libraries were constructed using the Illumina TruSeq DNA Sample Preparation Kit (Illumina, Inc., San Diego, CA, USA), as per instructions. Each library was ligated to a different index-tag adapter and sequencing was performed using the TruSeq Unique and Universal Adaptors on a HiSeq 2000 sequencer, which produced 100 bp singleend reads [1] .
Bioinformatics analyses
Sequence quality was assessed using FastQC (v 0.10.1) [2] . Digital normalization was performed on the raw reads using Khmer (v 1.01) [3] before assembling the reads. Khmer was run with the default settings except for the cutoff value (c), which was set for 10. About 
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Genomics Data j o u r n a l h o m e p a g e : h t t p : / / w w w . j o u r n a l s . e l s e v i e r . c o m / g e n o m i c s -d a t a / 50-60% of the total reads retained after normalization (see Table 1 ) were pooled and used for assembling the genome. The Ray assembler (v 2.3.1) [4] was used to generate the initial assembly using the default k-mer size (33). Obtained scaffolds were classified as prokaryotic or non-prokaryotic based on NCBI-BLAST (v 2.2.30 +) [5] searches against the NR database (see Table 2 ). All scaffolds of prokaryotic origin were used for the diversity analyses. Bowtie2 (v 2.2.0) [6] was used to map the reads back to the indexed draft assembly and classify them as present or absent in an isolate (Table 3) .
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